Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.003 Å; R factor = 0.040; wR factor = 0.108; data-to-parameter ratio = 13.6.
Monoclinic, P2 1 =c a = 11.7853 (6) Å b = 14.7217 (7) Å c = 9.5113 (4) Å = 92.350 (1) V = 1648.82 (13) Å 3 Z = 4
Mo K radiation = 0.09 mm À1 T = 298 (2) K 0.28 Â 0.23 Â 0.12 mm
Data collection
Bruker SMART APEX diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2004) T min = 0.973, T max = 0.989 24032 measured reflections 2985 independent reflections 2090 reflections with I > 2(I) R int = 0.038 Refinement R[F 2 > 2(F 2 )] = 0.039 wR(F 2 ) = 0.107 S = 1.02 2985 reflections 219 parameters H-atom parameters constrained Á max = 0.12 e Å À3 Á min = À0.14 e Å À3 Data collection: SMART (Bruker, 2006) ; cell refinement: SAINT (Bruker, 2006) ; data reduction: SAINT; program(s) used to solve structure: XS in SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: XL in SHELXTL; molecular graphics: XP in SHELXTL; software used to prepare material for publication: XCIF in SHELXTL. Fig. 1 0.0394 (9) 0.0460 (10) 0.0481 (10) 0.0020 (7) 0.0072 (7) 0.0017 (7) C7 0.0423 (9) 0.0533 (11) 0.0504 (10) 0.0028 (8) 0.0069 (8) −0.0011 (8) C8
Figures
0.0665 (12) 0.0545 (12) 0.0640 (12) 0.0037 (9) 0.0095 (9) −0.0061 (9) C9 0.0407 (10) 0.0647 (12) 0.0653 (12) 0.0063 (9) 0.0125 (8) 0.0026 (9) C10 0.0592 (13) 0.0587 (13) 0.141 (2) 0.0137 (10) 0.0099 (13) 0.0077 (13) C11 0.0369 (9) 0.0583 (11) 0.0488 (10) 0.0014 (8) 0.0060 (7) 0.0026 (8) 
